Key indicators: single-crystal X-ray study; T = 113 K; mean (C-C) = 0.004 Å; R factor = 0.069; wR factor = 0.164; data-to-parameter ratio = 11.4.
The title compound, C 13 H 13 N 5 O, crystallizes with two molecules in the asymmetric unit. The crystal structure is stabilized by intramolecular N-HÁ Á ÁN and N-HÁ Á ÁO hydrogen bonds. The dihedral angles between the pyrazine ring and the 4-aminolphenyl ring are 2.5 (1) and 6.5 (1) in the two molecules. 
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Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
The pyrazine ring system is a useful structural element in medicinal chemistry and has found broad applications in drug development which can be used as antiproliferative agent (Dubinina et al., 2006) , potent CXCR3 antagonists (Du et al., 2009 ), CB1 antagonists (Ellsworth et al., 2007 and c-Src inhibitory (Mukaiyama et al., 2007) . In view of different applications of this class of compounds, we have undertaken a single-crystal structure determination of the title compound. The crystal structure has two independent molecules in the aysmmetric unit, and the dihedral angles between the pyrazine ring and the 4-aminolphenyl ring are 2.5 (1) and 6.5 (1)° in the two molecules (Fig. 1) . The crystal structure is stabilized by N-H···O intermolecular hydrogen bonds (between molecules of the 'A' type), each of which are also by N-H···N intermolecular interactions (with molecules of 'B' type) between them (Fig. 2) .
Experimental
For the synthesis of N '-(1-(4-aminophenyl) ethylidene) pyrazine-2-carbohydrazide, (I), a mixture of pyrazine-2-carboxylic acid hydrazide (0.01 mol, 1.38 g) and 1-(4-aminophenyl)ethanone (0.01 mol, 1.35 g) in methanol was refluxed for 2 h.
The solid material obtained on cooling was filtered, washed with ethanol: ether =1:1, dried and crystallized from methanol (yield 62%). The compound (1.0 mmol, 0.268 g) was dissolved in 95% ethanol (30 ml) and kept at room temperature for one week, after which yellow platelet shaped single crystals formed and were collected and washed with ether for X-ray diffraction analysis.
Refinement
All H atoms were initially located in a difference Fourier map. The C-Hatoms were then constrained to an ideal geometry, with C(CH 3 )-H distances of 0.98 Å, C(phenyl)-H distances of 0.93 Å and U iso (H) = 1.2U eq (C). The amino H atoms were refined freely with N-H distances in the range 0.88-0.97 Å.
Figures Fig. 1 . The structure of (I), showing the atom-labelling scheme. Displacement ellipsoids are drawn at the 30% probability level. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds 
